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Fig. 6 

Comparison of amino acid sequences " stripped-down" version of 
chimera, known as "PigKS" (also called "Pig-Lys") vs. Pig uricase 

"Pig KS" uricase : 

Pig cDNA from 1 to 864 (Ndel site) and then Baboon 865 to 915 (end) 
Pig uricase: 

Pig cDNA from 1 to 915 (end) 
{ GCG GAP program] 

Gap Weight: 12 Average Match: 2.912 

Length Weight: 4 Average Mismatch: -2.003 

Quality: 1601 Length: 319 

Ratio: 5.249 Gaps: 0 

Percent Similarity: 99.672 Percent Identity: 99.344 

Match display thresholds for the alignment (s) : 

| = IDENTITY 
: = 2 
. = 1 

pigKS.pep x Pig. pep June 25, 1998 17:11 

pigKS 1 MAHYPJ^YKKNDEVEFVRTGYGKDMIK\7LHIQR3X3KYHSIKEVATSVQLT 50 

llllMimilliilllMIIIMMIIIMIMIISMIINilliSI n 

Pig 1 MAHYRNDYKKNDEVEFVRTGYGKDMIKVLHIQRDGKYHSIKEVATSVQLT 50 
51 LS SKKDYLHGDNSDVI PTDT IKNTVNVLAKFKG I KS I ETF A VTI CEHFL S 10 0 

lilMlinilllMIMMMilllUlUIMIilllliUlliilli nnn 

51 LS SKKDYLHGDNSDVIPTDTIKNTVNVLAKFKGIKS IETFAVTICEHFLS 100 
101 SFKHVIRAQVYVEEVPWKRFEKNGVKHVHAFIYTPTGTHFCEVEQIRNGP 150 

1 1 1 1 1 1 1 M I M M f M 1 11 1 i f i M 1 ! E 1 1 1 M 1 1 1 1 f ! M 1 1 1 1 1 M J 

101 SFKHVIRAQVYvEEVPWKRFFJO^GVKHVHAFIYTPTGTHFCEVEQIRNGP 150 
151 PVIHSGIKDLKVLKTTQSGFEGFIKDQFTTLPEVKDRCFATQVYCKWRYH 200 

i!lll!MinMI!!ll!!MIll!i!!ll!!ljMI!!EIIM!HII 

151 PVIHSGIKDLKVLKTTQSGFEGF IKDQFTTLPEVKDRCFATQVYCKWRYH 200 
201 QGRDVDFEATWDTVRS I VLQKFAGPYDKGEYSP SVQKTLYD I QVLTLGQV 250 

MMMMMMMMMMMMMMMMMMHMMMMMH 

201 QGRDVDFEATWDTVRSIVLQKFAGPYDKGEYSPSVQKTLYDIQVLTLGQV 250 
251 PE IEDMEI S LPNIHYLNI DMSKMGL INKEEVLLPLDNPYG KITGTVKRKL 300 

MMMMMMMMMMMMMMMMMMUMHMMMM 

251 PEIEDMEISLPNIHYLITIDMSKMGLINKEEVLLPLDNPYGRITGTVKRKL 300 

301 SSRL* 305 

•MM 
301 TSRL*. 305 
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Comparison of amino acid sequences of the "original" Pig-baboon 
chimeric uricase ("chimera") with that of the "stripped-down" version 
of chimera, known as "PigKS" (also called "Pig-Lys") 

"Chimera " uricase: 

Pig cDNA from 1 to 674 (Apa site) and then Baboon cDNA from 675 to 
915 (end) 

"Pig KS" uricase: 

Pig cDNA from 1 to 864 (Ndel site) and then Baboon 865 to 915 (end) 

[GCG GAP program] 

Gap Weight: 12 Average Match: 2.912 

Length Weight: 4 Average Mismatch: -2.003 

Quality: 1589 Length: 319 

Ratio: 5.210 Gaps: 0 

Percent Similarity: 98.689 Percent Identity: 98.689 

Match display thresholds for the alignment (s ) : 
| = IDENTITY 
: = 2 
. = 1 

chimera. pep x pigKS.pep June 25, 1998 16:15 
chim. 1 MAHYRISTOYKiaJDEVEFvllTGYGKDMIKVLHIQRDGKyHSIKEVATSVQLT 50 

iif!iiiiM!imimm!iiii!!MiiMim!immm 

PigKS 1 MAHYR^TOYKKNDEVEFVRTGYGKDMIKVLHIQRDGKYHSIKEVATSVQLT 50 
51 LSSKKDYLHGDNSDVIPTDTIKNTVNVLAKFKGIKSIETFAVTICEHFLS 100 

mimiimmimimmmmiMmMMijiijin 

51 LS SKKDYLHGDNSDVIPTDTIKNTVNVLAKFKGIKS IETFAVTI CEHFLS 100 
101 S FKHVIRAQVYVEEVPWKRFEKNGVKHVHAF I YTPTGTHFCEVEQ IRNG P 150 

IM!llIE!ilMM!ilil!il!!MIIII!Mllill!MM!l!!ll 

101 SFKHVIRAQVYVEEVPWKRFEKNGVKHVHAFIYTPTGTHFCEVEQIRNGP 150 
151 PVIHSGIKDLKVLKTTQSGFEGFIKDQFTTLPEVKDRCFATQVYCKWRYH 200 

MMMIIimilMmilillliMIMIMMIIi! HUMMM 

151 PVIHSGIKDLKVLKTTQSGFEGFIKDQFTTLPEVKDRCFATQVYCKWRYH 200 
201 QGRDVDFEATWDTVRSIVLQKFAGPYDKGEYSPSVQKTLYDIQVLSLSRV 250 

I! M 1 1 E I i 1 1 ! 1 1 1 i 1 1 1 1 1 1 ! 1 1 1 1 1 M I ! 1 1 i 1 1 1 ! I i j 1 1 i • i -I 

201 QGRDVDFEATWDTVRSIVLQKFAGPYDKGEYSPSVQKTLYDIQVLTLGQV 250 
251 PEIEDMEISLPNIHYFNIDMSKMGLINKEEVLLPLDNPYGKITGTVKRKL 3 00 

_ IMIMillilliii 1 1 ! 1 1 M 1 1 1 i 1 1 1 i 1 1 1 M i I 1 1 1 i i 1 1 1 1 1 1 i 

251 PEIEDMEISLPNIHYIJ^IDMSKMGLINKEEVLLPLDNPYGKITGTVKRKL 300 
301 SSRL*. 3 05 

Mill 
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Fig. 8 

Comparison of amino acid sequences of the "original" Pig-baboon 
chimeric uricase {"chimera") with that of Pig uricase 

"Chimera" uricase : 

Pig cDNA from 1 to 674 (Apa site) and then Baboon cDNA from 675 to 
915 (end) 

Pig uricase: 

Pig cDNA from 1 to 915 (end) 
[GCG GAP program] 

Gap Weight: 12 Average Match: 2.912 

Length Weight: 4 Average Mismatch: -2.003 

Quality: 1583 Length: 305 

Ratio: 5.190 Gaps: 0 

Percent Similarity: 98.361 Percent Identity: 98.033 

Match display thresholds for the alignment (s) : 
| = IDENTITY 
: = 2 
. = 1 

chimera. pep x Pig. pep June 25, 1998 16:54 

chim 1 MAHYRNDYKKNDEVEFVRTGYGKDMI KVLHIQRDGKYHS IKEVATSVQLT 50 

, MmmMMlimiiMIIMIMfMIHililMMMimil 

Pig 1 MAHYRNDYKKNDEVEFVRTGYGKDMIKVLHIQRDGKYHSIKEVATSVQLT 50 
51 LSSKIODYLHGDNSDVIPTDTIKNTVNVLAKFKGIKSIETFAVTICEHFLS 100 

*i J J ''NllUM'IMlHilllllllillllliiliil Millllilll 

51 LS SKKDYLHGDNSDVIPTDTIKNTVTTVLAKFKG IKS IETFAVTICEHFLS 100 
101 SFKHVIRAQ vYTOETVPWKRFEKNGvTCHVHAFI YTPTGTHFCEVEQ IRNGP 150 

... H 1 1 M I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 II 1 1 1 1 1 J 1 1 1 1 1 1 1 1 1 

101 SFKHVIRAQVYV^EVPWKRFEKNGVKHVHAFIYTPTGTHFCEVEQIRNGP 150 
151 PVIHSGIKDLKVLKTTQSGFEGFIKDQFTTLPEVKDRCFATQVYCKWRYH 200 

1R1 if 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 II 1 1 1 1 1 1 

151 PVIHSGIKDLKVLKTTQSGFEGFIKDQFTTLPEVKDRCFATQVYCKWRYH 200 
201 QGRDTOFEATWDTVRSIVLQKFAGPYDKGEYSPSVQKTLYDIQVLSLSRV 250 

,m k I IttllllM i 1 N H I M 1 1 i 1 1 1 1 1 M 111 M i I i M i i I ! I - 1 -I 

201 QGRDVDFEATWDTVRSIVLQKFAGPYDKGEYSPSVQKTLYDIQVLTLGQV 250 
251 PEIEDMEISLPNIHYFNIDMSKMGLINKEEVLLPLDNPYGJCITGTVKRKL 3 00 

Ml III III llll 1 1 flNIIIIIIIIIMIIIIIMjhlllllllll 

251 PEIEDMEISLPNIHYLNIDMSKMGLINKEEVLiLPLDNPYGRITGTVKRKL 3 00 
301 SSRL* 305 

•llll 
301 TSRL* 305 
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